
Papers for STAT/BIOST550 class, 2007

Already selected papers

Robby Branom: Ceppelini et al. (1955) : the original “Gene counting” paper

Dao-Fu Dai: Marth et al. (2004) or Pluzhnikov et al. (2002): Inference of human history and

demography from genetic data.

Patrick Danaher: Abecasis et al. (2002) – the original Merlin paper.

Louis Grothaus: Clayton (2000) – a review (as of that date) of fine-scale disequilibrium mapping

Michal Juraska: Thompson et al. (1988) – an interesting story about LD at three tightly linked

loci ?

Fredrik Karlsson:

Luo and Lin (2003)– information from using marker data in fitting genetic models.

Yi-Ting Lin: Schouten et al. (2005) – combines haplotyping with ”pedigrees” – first solid study.

Sarah Ng: Anderson and Weir (2007) – estimating relationships in structured populations.

Brian Piening: Lander and Green (1987); The orginal “Mapmaker” paper, which laid

methodological foundation for “Genehunter” programs.

Terry Shen: Carlson et al. (2004) – selecting SNPs for Association Analysis.

Veronika Skrivankova: Storey and Tibshirani (2003) – significance for genome-wide studies.

Hui-Hun Tseng: Voight (2006) or Li and Stephens (2003) –selection and/or recombination in

the human genome.

Kayleen Williams: Spielman and Ewens (1996) – the original TDT test for linkage

Quenna Wong: Meester and Sjerps (2003) – DNA Forensics – a two-stain problem.

Xiuwen Zheng: Abecasis et al. (2005) – Using LD in association mapping.
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Papers still available

This list has been updated with info from my 2006 lists, but is still somwhat rough. It will improve.

Thank you for your patience.

Elizabeth. 11/13/2007.

I Population-related issues

Graham and Thompson (1998) – disequilibrium mapping vi likelihoods

Falush et al. (2003) – another Stephens/Pritchard popn structure paper

Pritchard et al. (2000) – the first Stephens/Pritchard popn structure paper

II Gene ibd and use in sib pair analyses etc.

Blackwelder and Elston (1985) – classic paper on sib pair data.

Dudoit and Speed (2000) – a score test for linkage based on ibd in sib pairs

Karigl (1981) recursive probabilities computations for more general IBD patterns

Spielman and Ewens (1996) – the original TDT test for linkage

Spielman and Ewens (1998) – the original extension TDT to S-TDT

Suarez et al. (1978) – formalization of sib pair linkage tests

Thompson (1974) – gene IBD for multiple individuals

III Linkage Analysis

Boehnke (1994) – paper on limits of resolution of linkage mapping

Elston and Stewart (1971): a fundamental paper in computing likelihoods on pedigrees.

George et al. (2005) – an application of new MCMC methods to estimate lod scores on some

extended pedigrees.
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Lander and Botstein (1987): the basic “Homozygosity mapping” paper

Morton (1955) – the classic introduction of the base-10 (!!!) lod score

IV PHASE, Haplotyping, etc.

Stephens and Donnelly (2003)– a comparison of alternaive computational algorithms/models for

phasing

Stephens et al. (2001) – Mathhew Stephens original PHASE paper

Scheet and Stephens (2006) The FastPHASE paper

V And more .... – not categorized yet

Kaplan et al. (1995) – the first likelihood approach to disequilibrium mapping.

McPeek and Strahs (1999)

Smith (1976) : improvements in computing likelihoods on pedigrees – easier to understand than

the more general Cannings et al. papers.

Thompson (1979)

Levy-Lahad, Wasco, Poorkaj, Romano, Oshima, Pettingell, Yu, Jondro, Schmidt, Wang and et al

(1995)

Levy-Lahad, Wijsman, Nemens, Anderson, Goddard, Weber, Bird and Schellenberg (1995)
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